Complete mitochondrial genome of Onychostoma barbata (Cypriniformes, Cyprinidae).
In this study, the complete mitogenome sequence of Onychostoma barbata has been determined using long polymerase chain reaction method. The mitogenome, consisting of 16,592 base pairs (bp), had the typical vertebrate mitochondrial gene arrangement, including 13 protein-coding, 22 transfer RNAs, 2 ribosomal RNAs genes, and a noncoding control region (CR). CR of 937 bp lengths long is located between tRNA(Pro) and tRNA(Phe). The overall base composition of O. barbata is 24.49% for T, 28.04% for C, 31.54% for A, and 15.94% for G, with a slight AT bias of 56.03%.